on log 2 -transformed metabolite measurements with genomic (realised) and pedigree (expected) relationship was extended to include the correlation of dominance deviations.
Likelihood ratio tests 3 and FDR-corrected P-values • 55 metabolites with significant additive genetic variation, mainly in sugars (6), amino (10) and carboxylic (6) acids
• no metabolite with significant dominance variation at 5 % level • ≥ 80 % of phenotypic variation explained by GBLUP model (via leave-one-out cross-validation)
